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<210> 1 

<211> 47 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> allele 
<222> 24 

<223> polymorphic base A 
<220> 

<221> ruisc__binding 
<222> 1. .23 

<223> potential microsequencing oligo 99-344-misl 
<220> 

<221> misc_binding 
<222> 25. .43 

<223> microsequencing oligo 99-344-mis2, complement 
<400> 1 

tgctgccaag gatccatgtc agcatgctcc tctctgagcc ctggtct 

<210> 2 

<211> 47 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> allele 
<222> 24 

<223> polymorphic base T 
<220> 

<221> misc_binding 
<222> 5, .23 

<223> microsequencing oligo 99-366-misl 
<220> 

<221> misc_binding 
<222> 25. -47 

<223> potential microsequencing oligo 99-366-mis2, complement 
<400> 2 

agggcctggc ttcagggaca gcttaggaaa tgtttgttga gttagtg 

<210> 3 

<211> 47 

<212> DNA 

<213> Homo sapiens 



<220> 

ti... <221> misc_binding 
^ <222> 1. .23 

<223> potential microsequencing oligo 99-359-misl 

O <220> 

H <221> misc_binding 
<222> 25, . 43 

<223> microsequencing oligo 99-359-mis2, complement 
<400> 3 

ctacagagtc atcgcctcca tccggtctca acaaatcctg gcagctc 

<210> 4 

<211> 47 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> allele 
<222> 24 

<223> polymorphic base G 
<220> 

<221> misc_binding 
<222> 1. .23 



<220> 
<221> 
<222> 
<223> 



polymorphic base G 



allele 
24 



2 



<223> potential microsequencing oligo 99-355-misl 



<220> 

<221> misc^binding 
<222> 25. .43 

<223> microsequencing oligo 99-355-mis2, complement 
<400> 4 

ggagtttcgg ggagtttcgg gagggttcct gggaagaagc tcctccc 

<210> 5 
<211> 47 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> allele 
<222> 24 

<223> polymorphic base C 
<220> 

<221> misc_binding 
<222> 5. .23 

<223> microsequencing oligo 99-365-misl 
<220> 

<221> misc_binding 
<222> 25. .47 

<223> potential microsequencing oligo 99-365-mis2, complement 
<400> 5 

cctaccaagc aagcagcccc agcctagggt cagacagggt gagcctc 

<210> 6 

<211> 47 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> allele 
<222> 24 

<223> polymorphic base C 
<220> 

<221> misc_binding 
<222> 5. .23 

<223> microsequencing oligo 99-2452-misl 
<220> 

<221> misc_binding 
<222> 25. .47 

<223> potential microsequencing oligo 99-2452-mis2 , complement 



<220> 



<221> misc_feature 
<222> 1. ,47 

<223> extracted from sequence gb:M10065 (3909,, 3955) 
<400> 6 

tgggcgcgca catggaggac gtgcgcggcc gcctggtgca gtaccgc 

<210> 7 

<211> 47 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> allele 
<222> 24 

<223> polymorphic base G, A in SEQIDl 
<220> 

<221> misc_binding 
<222> 1. .23 

<223> potential microsequencing oligo 99-344-misl 
<220> 

<221> misc_binding 
<222> 25. .43 

<223> microsequencing oligo 99-34 4-mis2, complement 
<400> 7 

tgctgccaag gatccatgtc agcgtgctcc tctctgagcc ctggtct 

<210> 8 
<211> 47 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> allele 
<222> 24 

<223> polymorphic base C, T in SEQID2 
<220> 

<221> misc_binding 
<222> 5.. 23 

<223> microsequencing oligo 99-366-misl 
<220> 

<221> misc_binding 
<222> 25. .47 

<223> potential microsequencing oligo 99-366-mis2, complement 
<400> 8 

agggcctggc ttcagggaca gctcaggaaa tgtttgttga gttagtg 



<210> 9 



<211> 47 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> allele 
<222> 24 

<223> polymorphic base A, G in SEQID3 
<220> 

<221> misc_binding 
<222> 1. ,23 

<223> potential microsequencing oligo 99-359-misl 
<220> 

<221> misc_binciing 
<222> 25. .43 

<223> microsequencing oligo 99-359-mis2, complement 
<400> 9 

ctacagagtc atcgcctcca tccagtctca acaaatcctg gcagctc 

<210> 10 

<211> 47 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> allele 
<222> 24 

<223> polymorphic base A, G in SEQID4 
<220> 

<221> misc_binding 
<222> 1. .23 

<223> potential microsequencing oligo 99-355-misl 
<220> 

<221> misc_binding 
<222> 25. . 43 

<223> microsequencing oligo 99-355-mis2, complement 
<400> 10 

ggagtttcgg ggagtttcgg gagagttcct gggaagaagc tcctccc 

<210> 11 

<211> 47 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> allele 
<222> 24 

<223> polymorphic base C in SEQID5 



<220> 

<221> inisc_binding 
<222> 5, .23 

<223> microsequencing oligo 99-365-misl 
<220> 

<221> misc_binding 
<222> 25. .47 

<223> potential microsequencing oligo 99-365-mis2, complement 
<400> 11 

cctaccaagc aagcagcccc agcttagggt cagacagggt gagcctc 

<210> 12 
<211> 47 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> allele 
<222> 24 

<223> polymorphic base T, C in SEQID6 
<220> 

<221> misc_binding 
<222> 5. .23 

<223> microsequencing oligo 99-2452-misl 
<220> 

<221> misc_binding 
<222> 25. .47 

<223> potential microsequencing oligo 99-2452-mis2, complement 
.<400> 12 

tgggcgcgga catggaggac gtgtgcggcc gcctggtgca gtaccgc 

<210> 13 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> 1. .20 

<223> upstream amplification primer for SEQID 1 and SEQID 7 
<400> 13 

gctctcatat tcattgggtg 

<210> 14 

<211> 18 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> primer_bind 
<222> 1. ,18 

<223> upstream amplification primer for SEQID 2 and SEQID 8 
<400> 14 

tctctcccgt gttaaatg 18 

<210> 15 

<211> 18 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> 1. .18 

<223> upstream amplification primer for SEQID 3 and SEQID 9 
y <400> 15 

aatcttcttg ctcctgtc 18 

m <210> 16 

ffl <211> 18 

m <212> DNA 

fp <213> Homo sapiens 

<220> 

^ <221> primer_bind 
?J <222> 1..18 

f; <223> upstream amplification primer for SEQID 4 and SEQID 10 
W <400> 16 

to aggttagggg tgtatttc 18 

<210> 17 

<211> 18 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> prime r_bind 
<222> 1. .18 

<223> upstream amplification primer for SEQID 5 and SEQID 11 
<400> 17 

agactgtgac cttagacc 18 

<210> 18 

<211> 18 

<212> DNA 

<213> Homo sapiens 

<220> 



7 



<221> primer_bind 
<222> 1. .18 

<223> upstream amplification primer for SEQID 6 and SEQID 12 
<220> 

<221> misc_feature 
<222> 1. .18 

<223> Extracted from sequence gb:M10065 (3791.. 3808) 
<400> 18 

gacgagacca tgaaggag 

<210> 19 

<211> 19 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer__bind 
<222> 1. .19 

<223> downstream amplification primer for SEQID 1 and SEQID 7 
<400> 19 

tggctgcggt tagatgctc 

<210> 20 

<211> 18 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> 1. .18 

<223> downstream amplification primer for SEQID 2 and SEQID 8 
<400> 20 

aggggtaact cttgattg 

<210> 21 

<211> 18 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> 1. .18 

<223> downstream amplification primer for SEQID 3 and SEQID 9 
<400> 21 

accaaggcat agcttctc 

<210> 22 
<211> 18 
<212> DNA 
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<213> Homo sapiens 
<220> 

<221> prinier_bind 
<222> 1. .18 

<223> downstreain amplification primer for SEQID 4 and SEQID 10 
<400> 22 

atacagccag ggagatag 

<210> 23 

<211> 18 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer__bind 
<222> 1. .18 

<223> downstream amplification primer for SEQID 5 and SEQID 11 

w <400> 23 

Si aattgctacc cccaattc 

HI 

PI <210> 24 

i| <211> 18 

m <212> DNA 

.fj <213> Homo sapiens 

L <220> 

<221> prime r_bind 
<222> 1. ,18 

ft <223> downstream amplification primer for SEQID 6 and SEQID 12 

O <220> 

<221> misc__feature 
<222> 1. .18 

<223> Extracted from sequence gb:M10065 (complement 4378 4395) 
<400> 24 

tcgaaccagc tcttgagg 

<210> 25 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_binding 
<222> 1. .23 

<223> potential microsequencing oligo 99-344. misl 
<400> 25 

tgctgccaag gatccatgtc age 



9 



<210> 26 

<211> 19 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> rnisc_binding 
<222> 1. .19 

<223> microsequencing oligo 99-366 .itiisl 
<400> 26 

cctggcttca gggacagct . 

<210> 27 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_binding 
<222> 1. .23 

<223> potential microsequencing oligo 99-359. misl 
<400> 27 

ctacagagtc atcgcctcca tec 

<210> 28 

<211> 23 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_binding 
<222> 1. .23 

<223> potential microsequencing oligo 99-355. mis 
<400> 28 

ggagtttcgg ggagtttcgg gag 

<210> 29 

<211> 19 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_binding 
<222> 1. . 19 

<223> microsequencing oligo 99-365. mis 
<400> 29 

ccaagcaagc agccccagc 

<210> 30 
<211> 19 



10 



<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_binciing 
<222> 1. .19 

<223> microsequencing oiigo 99-2452. mis 
<400> 30 

cgcggacatg gaggacgtg 
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<J^10> 1 

Mll> 47 

Ml2> DKA 

&13> Homo sapiens 



6l20> 

§5-^2 1> misc_binding 
<222> 25. .43 

<223> microsequencing oligo 99-344-mis2 , complement 
<400> 1 

tgctgccaag gatccatgtc agcatgctcc tctctgagcc ctggtct 

<210> 2 

<211> 47. 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> allele 
<222> 24 

<223> polymorphic base T 
<220> 

<221> misc__binding 
<222> 5. .23 

<223> microsequencing oligo 99-3^5-misl 




allele 
24 

polymorphic base A 




misc_binding 
1. .23 

potential microsequencing oligo 99-344-misl 
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